Introduction
Heliconius butterflies have become important models in evolutionary biology due to their remarkable intra and inter-specific variation in warning colour patterns (Brown, 1979;  females did not differ in size, but did differ in shape. Nevertheless, we found no significant 219 interactions between sex and species for size (interaction terms of an ANCOVA: F 1,197 =0.056, 220 p=0.81) or shape (interaction terms of a MANCOVA: FW: F 8, 190 =1.73, p=0.09; HW: 221 F 8, 190 =1.5, p=0.15) . Therefore, sexual dimorphism is homogeneous across taxa, and sexes 222 were pooled in the rest of our analyses.
224
We analyzed allometry (the relationship between size and shape) by testing for homogeneity 225 of within-species allometric patterns using MANCOVAs with shape as the dependent 226 variable, log centroid size as a covariate and species as a factor. 
Multilocus microsatellite analysis

233
Multilocus genotypes were derived by examining variation at eleven microsatellite loci 234 developed for Heliconius (Table S3) , using primers and PCR conditions adapted from 235 (Flanagan et al., 2002) and (Mavarez & Gonzalez, 2006 reference individuals per species from the first set, was analysed using GeneMarker 2.2.0 with 240 the Genescan-500Liz size standard. Linkage disequilibrium and departure from Weinberg within each population were tested using exact tests implemented in GENEPOP (Weir & Cockerham, 1984) 246 were calculated using GENETIX 4.05 (Belkhir et al., 1996 (Belkhir et al., -2004 .
thelxinoe). Allelic frequency and F-statistics
248
We used two multilocus Bayesian clustering methods to assign individuals to species and to 249 detect admixed individuals (e.g. admixed genotypes). STRUCTURE 2.2 (Pritchard, Stevens & 250 Donnelly, 2000) was run with 500,000 updates of the Markov chain after an initial burnin of 251 50,000 updates, to achieve chain convergence. Posterior probabilities of being member of a 252 cluster (q) were estimated for a set of models with different numbers of clusters (K = 1 to 4), 253 ancestry type (with/without admixture) and allele frequency estimation (correlated vs. species. According to the neighbour-joining network (Fig. 3D) (Flanagan et al., 2002; Mavarez & Gonzalez, 2006) . Genetic differentiation 303 between the two species was strong and significant (F ST = 0.14, p<0.001). This differentiation 304 is confirmed here by Bayesian clustering using STRUCTURE and NEWHYBRIDS (Fig. 4) (Fig. 4) . Using NEWHYBRIDS, the same specimens and two additional H.
316
melpomene specimens were identified as intermediate (posterior probability PP<0.70); most were assigned to a first generation backcross, albeit with moderate probability (0.30 to 0.70).
318
The putative hybrid was assigned to F1 or a backcross hybrid. Analyses on simulated hybrids 319 and backcrosses (Fig. S1) proportionally, not as rounded as in H. m. amaryllis, tending towards a broad 'Z' shape, and 357 the yellow hindwing bar is a more slender and a little more curved (Fig. 2AB, Fig. 5C ).
358
Allometry was not significant for wing shape or hindwing yellow patch shape within each 359 species; a slight allometric effect was observed only for the forewing red patch shape of H. m. However, only a slight effect of location was found in H. melpomene for wing shape and 377 colour patch shape (MANOVA; p=0.05 and p=0.01, respectively), most of their variation 378 being shared and LDA not separating the two populations (cross-validation: CV=60 to 70%).
379
In contrast, significant shape differences are found between populations of H. t. thelxinoe 380 (wing shape: F 14,74 = 5.5 p<0.001, colour patch shape: F 15,73 =13 p<0.001, Fig. 5BC ) and noticeably proportionally more rounded and larger in Escalera specimens, making them more 384 similar to H. m. amaryllis (Fig. 5C) H. himera, despite their divergence in colour pattern (Mallet et al., 1998; Mallet, 2007 polymorphism but no resemblance to co-occurring H. melpomene (Fig. 1, see 
